R Script is a programming language widely used among statisticians, data miners, and data
analysis. The software is available from CRAN Download R and Microsoft R Open. Data from T3
can be accessed by

1. Saving from T3 then reading into R

2. Using BrAPI R package to read directly into R

Download data from T3 website then read into R
1. The data can be selected by Select => Wizard or Select => Lines by Genotype Experiment
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Analyze ~
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Wizard (Lines, Traits, Trials)
Lines by Properties

Lines by Phenotype
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Traits and Trials
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saving, the line selection can be used for analysis or download. Select multiple options by holding down the C
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2. Go to Select => Genetic Map
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3. Goto Download => Genotype and Phenotype Data - Select rrBLUP format
4. Select “Create File”

wnload ~ Browse~ Rep v Manage v Resources~

M Genotype and Phenotype Data I
SNP Alleles and Sequences
Marker Annotation and Phenotype Data

Bulk Download
Android Field Book fo retrieve the reslts.

Weather Data nsus ¥ Genotype single experiment
Genetic Maps

Lines Markers Trials

ATLAS66 All none selected none selected
NW03666

SD07220

LOUISE

CITR14695

PI94530

PI173442

PI119350

Pl48147

Minimum MAF 2 5 %  Remove markers missing > 50 % of data

Removed by filtering Remaining
73 markers have a minor allele frequency (MAF) less than 5%

0 markers are missing more than 50% of data 6232 markers
73 markers removed

SNP data coded as {A,C,T,G,N,+,-}
Create file  tab delimited
used by TASSEL

file type "Hapmap"
for genetic maps the value in pos column is multiplied by 1000 and cor

genotype coded as {AA=1, BB=-1, AB=0, missing=NA}

Createfile  comma delimited read.table("snpfile.txt", header=TRUE, check.names=FALSE)

read.table("genotyp.hmp.txt", header=TRUE, check.names=FALSE)

used by rrBLUP
Create file gﬁz‘;zmﬁ:s {AA, AB, BB}
Create file :::dmits SEL
Creste e | .t mi using beagle.10Jun18.811 jar (version 5.0)

Impute missing genotypes using Beagle




5. Inthe R script read in file

R version 3.5.0 (2018-04-23) —- "Joy in Playing"
Copyright (C) 2018 The R Foundation for Statistical Computing
Platform: x86_64-apple-darwinl5.6.0 (64-bit)

R is free software and comes with ABSOLUTELY NO WARRANTY.
You are welcome to redistribute it under certain conditions.
Type 'license()' or 'licence()' for distribution details.

Natural language support but running in an English locale
R is a collaborative project with many contributors.
Type 'contributors()' for more information and
‘citation()' on how to cite R or R packages in publications.
Type 'demo()' for some demos, 'help()' for on-line help, or
'help.start()' for an HTML browser interface to help.
Type 'q()' to quit R.

> snp <- readTable("genotype.hmp.txt", header=TRUE, check.names=FALSE)}l




Use BrAPI R package to directly read data from T3 in R

In R execute
install.packages (“devtools”)
devtools::install gethub (“"CIP-RIU/brapi”)



